a. Expression of proximal tubule sodium transporter in Gata5-null mice and their controls. Slc9a3: sodium/ hydrogen exchanger 3 (NHE3); Slc3a1: sodium/hydrogen exchanger 1 (NHE1); Slc4a4: Electrogenic sodium bicarbonate cotransporter 1 (NBCE1); Slc5a2: sodium/glucose cotransporter 2 (SGLT2); Slc34a1: Sodium/ phosphate cotransporter (NaPI-2a). (males: n=6/group; females: n=7-6/ group). The results are reported as mean±SEM. * p<0.05 vs Gata5 +/+ mice (T-test).
b. Expression of distal nephron sodium transporter in Gata5-null mice and their controls. Scnn1a: epithelial sodium channel α subunit (EnaCα); Scnn1b: epithelial sodium channel β subunit (EnaCβ); Scnn1g: epithelial sodium channel γ subunit (EnaCγ); Atp1a1: sodium/potassium ATPase α1 subunit (Na/K ATPase α1); Atp1b1: sodium/potassium ATPase β1 subunit (Na/K ATPase β1) (males: n=6/group; females: n=7-6/ group) The results are reported as mean±SEM. * p<0.05 vs Gata5 +/+ mice (T-test).
c. Expression of genes of the intra-renal renin angiotension system in the kidney of Gata5-null mice and their controls. Agt: Angiotensinogen (AGT); Ace: angiotensin converting enzyme (ACE), Agtr1a: Angiotensin receptor type 1a (AT1a). (males: n=6/group; females: n=7-6/ group). The results are reported as mean±SEM (T-test).
d. Expression of genes of the intra-renal dopaminergic system in the kidney of Gata5-null mice and their controls. Ddc: Dopa decarboxylase (DDC); Drd1: Dopamine receptor D1 (DRD1); Grk4: G protein-coupled receptor kinase 4 (GRK4). (males: n=6/group; females: n=7-6/ group). The results are reported as mean ±SEM (T-test). 
Supplementary Figure 5: Quantitative PCR with glomerular (G) and tubules (T) markers
Tubules and Glomeruli were prepared from Wt mice kidneys. a. All the segments of the tubules were present in our preparations as assessed by the presence of the sodium/hydrogen exchanger 3 gene (Slc9a3 codes for NHE3; expressed mostly in proximal tubule), the sodium/potassium/chloride cotransporter 2 gene (Slc12a1 codes for NKCC2; expressed mostly in Henle Loop), and the epithelial sodium channel α subunit gene (Scnn1a codes for ENaCα; expressed mostly in distal tubule). (n=3-5/group). The results are reported as mean±SEM. *** p<0.001 vs Glomeruli (MannWhitney test). b. Podocin gene (Nphs2) was used as a marker of glomeruli. (n=3-5/group). The results are reported as mean±SEM. *** p<0.001 vs Glomeruli (Mann-Whitney test). Identification of the major immune cell populations in the kidney of Gata5-null mice and their controls through determination of the relative proportion of all CD45+ leukocyte subsets based on their expression of TCRβ, NKp46, CD8, B220, CD11b, and CD11c by flow cytometry analysis. The trend toward increased myeloid population in the kidney suggests a macrophage infiltration. (n=4-6/group) (Mann-Whitney test). b. Immunostaing of CD45 (upper panel, red) and F4/80 (macrophages, lower panel, green) on Gata5-null mice kidney serial cut (8 um thick) confirmed that most of CD45+ infiltrated cells were macrophages (Scale bar= 100 µm), c. Immunostaining (left) and quantification (right) of F4/80+ cell infiltration in the kidney. (n=4-6/group). The results are reported as mean±SEM. *** p<0.001 vs Gata5 +/+ mice (Mann-Whitney test) (Scale bar= 200 µm). Live leukocyte were isolated from the bone marrow, spleen and thymus of total and endothelial specific Gata5-null mice (Gata5: a, c and e; eGata5: b, d and f) and their controls and were analyzed based on their expression of CD45, TCRβ, NKp46, CD8, B220, CD11b, and CD11c. The relative proportions of all CD45+ live leukocytes were determined for each group. No differences were found (Mann-Whitney test). (Gata5: n=4-6/group; eGata5: n: 5-7/group) g. 
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Supplementary Figure 11:
In silico analysis of variant rs6587239 consequences on splicing regulatory sites Human GATA5 Exon5 (88 bp) was analyzed with Human Splicing Finder software V3. HSF search for splicing regulatory sequences with both exact motif approach or degenerated consensus motif approach. HSF integrates all available published matrices as well as home-made algorithms to identify exonic and intronic regulatory sequences and calculate consensus values (y axis) and the thresholds that determine whether a sequence is considered as a motif or not. rs6587239 (A>G) is located within a region rich in regulatory sequences. Live!leukocytes!were!analyzed!based!on!their!expression!of!CD45,!TCRβ,!NKp46,!CD8,!B220,!CD11b,!and!CD11c.!An! example!of!this!analysis!for!the!spleen!is!shown.!The!idenMMes!of!each!populaMon!analyzed,!as!well!as!the!principle! immune! cell! type! contained! within! that! populaMon,! is! given! on! the! table! above! (the illustration represents an analysis on the spleen of a Ctrl mouse) 
